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Table S1 -related to Figure 3 Electrophysiological properties of converted cells recorded from.
SUPPLEMENTAL EXPERIMENTAL PROCEDURES
Cloning
Cre-inducible AAV5 vectors were created by inserting cDNA for GFP, Ascl1, Lmx1a
or NR4A2 (Nurr1) in a reverse orientation flanked by two pairs of heterotypical, antiparallel LoxP (Flex) sequences. Expression of GFP was under the control of either a ubiquitous expressed chicken beta actin (cba) promoter or a synapsin promoter, and Ascl1, Lmx1a and Nurr1 were all regulated by the cba promoter. All constructs were sequenced prior to use. The constructs for the tracing and control vectors (as detailed in Figure S4A -B) were purchased from AddgGene (IDs:30456, control vector and 30195, tracing vector) and cloned into the flexed vectors as described above.
Viral Vector production
High-titer preparations of lentiviral particles were produced as previously described and similar cre inducible AAV5 vectors as described above were produced for the flex-tracer (Zolotukhin et al., 1999; Zufferey et al., 1997) . Pseudotyped rabies vectors were produced in house from starter cells provided by Edward Callaway at the Salk Institute, USA, according to (Osakada and Callaway, 2013) with minor adjustments.
Immunohistochemistry
At experimental endpoints all animals were trans-cardially perfused in ice cold 4% PFA, brains were removed and post fixed 12 h in 4% PFA. The following day brains were put in 25% sucrose for 12 h, frozen and then cut on a microtome in 35 µm sections in a series of 8.
Sections were stained by standard protocols using the following antibodies: PDGFR- 
Quantifications and statistical analysis
The total number of GFP positive cells with a neuronal morphology was counted in 3 sequential sections in a series of every eight coronal section/animal. To correct for the sampling bias we utilized the Abercrombie correction N = Counts Raw x (section thickness µ) / (section thickness µ + average cell diameter µ). Cells were counted offline in tiled pictures taken using a microscope with a 20x objective. The same strategy was applied for NeuN quantifications and conversion efficiencies where the total number of NeuN or Nurr1 positive cells was divided by the total number of GFP positive cells. The number of traced neurons (all red only) was divided by the number of GFP/RFP (reprogrammed cells) double positive cells. All data is presented as Mean ± SEM. All quantifications were performed in blind.
